
Additional  file  5.  Bayesian phylogeny of the Alg14 and N-terminal  membrane domain of  the

MurG homologues, excluding bacterial MurG sequences.  The tree is unrooted and reconstructed

using 116 sequences and 97 conserved sites. Multifurcations correspond to branches with Bayesian

posterior probabilities <0.5, whereas numbers at nodes indicate Bayesian posterior probabilities higher

than 0.5. The bootstrap values from the maximum likelihood analyses have been reported on basal and

major nodes. Colors on leaves represent the affiliation of sequences to their respective domain of life:

archaea (blue), bacteria (orange) and eukaryotes (purple).
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